The asymmetric unit of the title compound, C 7 H 9 N 5 ÁH 2 O, consists of two formula units differing slightly in the orientation of the dimethylamino groups. In the crystal, a combination of O-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds involving the water molecules of crystallization, as well as slipped -stacking interactions between pyrazolopyrimidine units form layers parallel to the bc plane.
data reports and N6/N7/C11/C9/C10 rings the corresponding distance is 3.750 (1) Å . The dimers are connected into chains parallel to the b-axis direction by N2-H2Á Á ÁO1 and O1-H1A-N8 hydrogen bonds (Table 1 ). In the center of Fig. 2 are two dimers connected by hydrogen bonding to the water molecules of crystallization and representing a portion of one chain. The chains are elaborated into layers parallel to the bc plane by O2-H2A-N9 and O1-H1B-N4 hydrogen bonds (Table 1 and Figs. 2 and 3). In the layers, the mean planes of the bicyclic moieties in adjacent chains are inclined to one another by 30.1 (1) .
Synthesis and crystallization
To a solution of 1H-pyrazolo [3,4-d] pyrimidine-4-thione (0.5 g, 3.3 mmol) in DMF (15 ml) was added a catalytic amount of tetra-n-butylammonium bromide and potassium carbonate (0.54 g, 3.96 mmol). The mixture was heated to reflux for 12 h. 
Figure 2
Plan view of a portion of one layer showing the O-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds (red and blue dashed lines, respectively) and thestacking interactions (tan dashed lines) projected along the a-axis direction. Computer programs: APEX3 and SAINT (Bruker, 2016) , SHELXT (Sheldrick, 2015a) , SHELXL2016 (Sheldrick, 2015b) , DIAMOND (Brandenburg & Putz, 2012) and SHELXTL (Sheldrick, 2008) .
Figure 1
The asymmetric unit with labeling scheme and 50% probability displacement ellipsoids.
The solution was filtered and the solvent removed under reduced pressure. The resulting residue was purified by column chromatography (EtOAc/hexane 8/2). The title compound was recrystallized from ethanol solution, at room temperature, giving colorless crystals (yield: 40%; m.p. 371-373 K).
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 .
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IUCrData ( Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
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Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Independent refinement of the H-atoms of the C13 methyl group gave an unacceptible geometry so these were included as riding contributions in calculated positions. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

